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Accessing Arrays with MAExplorer

MAExplorer works with any arrays using the schema (see Appendix C
of MAExplorer Reference Manual for details)

All data files are tab-delimited text files

Databases could be constructed with tools like Excel for editing user
data into the schema format

The Cvt2Mae array data converter “Wizard” tool converts non-standard
<User-defined> academic or commercial data to MAExplorer format

Affymetrix, Incyte, GenePix, Scanalyze, and other array data formats
may be converted using predefined “Array Layouts™



S.1 MAExplorer Data Schema

MAExplorer works with any array data using our data schema

The schema 1s described 1n detail in MAExplorer Reference
Manual Appendix C.

Data Schema: tab-delimited experiment data files:

1. GIPO (Gene In Plate Order or “print” file)

2. List of hybridized samples in database

3. Configuration data describing the array and conventions
4. Separate spot quantification data files

The Cvt2Mae “wizard” tool converts user array data to this
schema




S.1.1 MAExplorer GIPO or Print File

* GIPO file maps a spot on the array to a particular gene

* Contains:
1. location or grid-geometry

2. one or more genomic identifiers (e.g., Clone ID, GenBank
, LocusID, etc.)

3. gene description as Gene Name (or other description)
4. Optional: global spot quality (QualCheck)
5. optional: plate coordinates for clones




S.1.2 MAExplorer Samples Database File

List of hybridized samples file SamplesDB.txt file contains:

. full sample description

. base file name of quantification file (without .quant file
extension)

. optional sample ID number

. other data you wish to carry with the samples (used 1n array
reports)



S.1.3 MAExplorer Configuration Database File

Configuration data file MaeConfig.txt describes particular type
of array and hybridization labeling you are using. This
includes:

orid-geometry - # of replicate fields, grids, rows/grid,
columns/grid

spot hybridization labeling - intensity or ratio data, dye names

various presentation options - use pseudo-array or actual (x,y)
coordinates, etc.



S.1.4 MAExplorer Spot Quantification Files

Separate spot quantification data files (with .quant file
extension) are used for each hybridized sample

33P or biotin labeled samples are specified as one hybridization
intensity information per file

Fluorescent Cy3/Cy5-dye labeled samples are specified as two
channels of hybridization intensity information per file

Intensity background data 1s optional
Spot quality (QualCheck) data 1s optional

Grid-coordinates are specified the same as for GIPO file



S.2 Assumptions About User Data - Array Layout

User data 1s tab-delimited ASCII text files (could generate with Excel)

If the array geometry (#fields, grids, rows/grid, columns/grid) is known,
that geometry may be used in MAExplorer

Otherwise, a pseudo-array geometry 1s generated for visual use 1n
MAEXxplorer from the total # of spots in the user data

An Array Layout describes the user data. It may be edited and saved for
subsequent use 1n converting other array data files of the same type

The <User-defined> array layout gives users complete flexibility in
describing the array




S.3 Example of tab-delimited Incyte Data

2 Microsoft Excel - genernicincytel _cagi.xls
”@ File Edit “iew [nzett Fommat Tool: Data Window Help Acrobat -|5'|£|

2R ERY iR o-- @ = A LlE IS -

Avial e - BIUSEE=EE 8%, WY EE DA

H1 -] =|
A | B | ¢ | D | E | F | H 0 J | K | L | M | N

1 |Experimert Results Genersted by GEMTools 2.4 1

2 |Cliert: Genome_Systems

3 |Export Date: 1-Jun-00

4

5 | GEM: 02254 XSH  BalanceC Min Si8: 2.5 hin Ares: 40%

B

{7 |GEMID Location DiffExpr BalancedDiffExpr P15Signal P15E P1Area™ PZ2BalancedSignal P2Signal P25SB  P2Area’s Probed P1De=cription Probe?

g |#

I (e ot S0Es 815 7E.4 45888 476 93 G4 B0 145 93 12316130 rdd rc 123TE1 34
10 (02252 KSHK 10183 oY BE 1 E1d45 4285 T4 a3 a7 145 4 12316130 rdd rc 123TE1 34

11 |02254 XSk, 2933 E3.7 G4.2 3914 422 B3 &1 =T 1.7 G 12316130 rd1 rc 123761354
12 | 02254 KSK, TE3S E4.9 0.9 38959 348 B3 6o 51 1.5 G 12316130 rd1 rc 123761354
1414 [F [Fils, genericincytel.cgi / 14 . |
Ready | | | | | | | | o




S.3.1 Example of tab-delimited Incyte Data

. Microzoft Excel - genericlncytel._cai.xls

”ﬁ File Edit “iew |nsett Format Toolz Data “Window Help Acrobat -|5’|5|
DEE SRAY | sBRT o-- &w = A 8% 0eP 0w

Al s B ruUEE=EE 8%, W% EE

H1 - =
o | p [ o | R |s | v [ uwu [ ~ [ w | x [ ¥ [ Z [ A" 7

1

2

3

4

5

B

7 |P2Description Genell PlateRow PlateCol Platell GeneHame ClonelD CloneSource AccessionHum Locus IncyteClonelld PCRStatus GeneReferencelld

a

9 |razrc 40175 E 2 2149950 Contral: YCFR 27 YC 27.2000.%  Controls

10 | r42rc -40152 F 2 2149950 Control YCFR 2¥ C 27.2000% Contrals

11 |rd2rc -40174 E 1 2149980 Control: YCFR 2F %C 27 20000y Controls

12 |rd2rc 40181 F 1 21499380 Control: YCFR 2¥F YC 272000 Controls
144 ¥ [H, genericinegtel cai /

Feady




S.3.2 Example of tab-delimited Incyte Data

. Microzoft Excel - genericlncytel._cai.xls

=

@ | o -
:

GeneReferencell Genelotes GenBankld Cloneld Vector

[, [, [,
&, &, [,
[, [, [,
[, [, [,
genericlneytel. cgi

| I o o | o



I. Procedure: Convert Data for Array Layouts

1. Select the Chip Set array layout (Incyte - generic) if in list,
otherwise pick <User-defined>)

2. Select 1 or more input files using the “Browse filename” .

3. You may edit or change various array layout parameters at this time
3.1 you may edit the array layout with “Edit Layout™
3.2 you may “Assign GIPO fields” in user data file
3.3 you may “Assign Quantification fields” in user data file

3.4 if you changed any array layout parameters, you may save it with
“Save Layout”

4. Select the project output directory (i.e., folder) to save generated files



I. Procedure: continued...

5. Press “Run” to convert the data
6. Press “Done” when it 1s finished.

7. Go to the project directory and then to the MAE sub-directory, click
on the Start.mae file to start MAExplorer on the new data




1. Initial State of Cvt2Mae Program

Eéf’,gl:thMaE: convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (Bekt - |EI|5|

Enter data for steps T, 2, and 3. Then 4, press Run' to convert your data to MAExpiorer formnat.

1. Selact Chipset .- cafact 3 ciup layout -- x| Remove .Layoutl
2. Sefect imput Data Files: BrOWs e mpit e name | |_ Separate PG | Browse iRl hig |
EOELE ot S SN RN NeIds: | AT e O e e e

2. T Edit array layout and map feids:

Savallayout [T Expert assignamode

2.2 Samples to use 'c<fifox> sample name' Hemove sampie | Hename sampie

Vendor

Layout name

Spotsimicroarnray

3. Sefect Project Quiput Folder: I --Sedect Output Folder-- j

Project siiput folder:
MAExpioyer startup File:

4. Edit and Run Faled oy gueier it -

Status:




2. Selecting Incyte Chipset Array-Layout

Eg,il:thMae convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta) _ I:I

Enter data for steps T, 2, and 3. Then 4. press 'Run' to copvert your data to MAExpiorer format

1. Sefect Chipset -- sefact a chip layout -- j Remove Layout |
Affymelric - Wouse -
Affymelrd: - Hiiman

Affymelric - Wouse, use Genomic Descriplions
Affymetric - Human, use Genomic Descriptions BrowselGiroThe |

2. Sedect input Data Fifes:

cyite - IHouse
mcyte - Human
GenePidPro3 - Human T
GenePidProd - Mouse 2
EnBon ATy SR Tafls || Asla st Jal |

2.1 Edit arvay layout and map Relds:

Save Layout |_ Expert assigh-mode

2.2 Samplas to use '<<fle>> sample name': Remove sampie | Rename sample |
Vendor Axon
Layout name GenaePixPro3 - Hiiman
Spotsimicroarray 2703
3. Sefect Project Qutput Folder: | --Sefect Output Folder-- j
Project ostput folder;
MAExpiorer stariup File:

4. Fdit and Run Sl ot seprer it -

Status:




3. Select Files with “Browse input file” Name

EE_;,EvI:ZMaE convert array data to MAExplorer - |I:I|
Enter data for steps 1, 2, and 3. Then 4. mress ‘Run' to convert your data to MAExpiorer format.

1. Select Chipset GenePixPro3 - Human | RemoveLayout |
2. Sefect inpit Data Fifes: Browse input fife name | |_ Separate GIPQ Browse GIPD e |
D, AssIBIPReds | A e Enens |

2. T Edit array layout and map falds:

Save Layout |_ Expert assign-mode

2.2 Sampies to use 's<file>> sample name': Remove sampie | Rename sample |

Select next input file to conyert (you may use “Al ﬂﬂ
Look i I ) GenericD ata j - I.:j{ ER-

|:I jurk genericlncyteZ. cgi —

. generlc.ﬁ.rray'-.l'lsu:un Exk .generlclncyteS cgi

alyze separateGIPO.gal

. generchenePlx CySCyS -DataF Tvpe: Text Document [7-AFFymetrx, bxk
Size! 576 KB

.| | J?

Project output folder File name: [ genericlncytel. cgi Open I

MAExplorer startup Fife  Files of bpe: |g|| Filess [=.%] =] Cancel |
4. Edit and Run Fiiipd -y eRpernite -

Siatus: |Eifther continute adding input Meas {(Step 2),
or define Quiput Folder (step 3) wihen done adding fes.

3. Sefect Project Outpet Folder:




4. Continue Adding Input Files If Needed

Eg,il:vtzr*lae convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Eekt _ I:I
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data o MAExpiorer formmat

1. Sefect Chipset GenePhProd - Human j Remove Layout |
2. Sefect input Data Files: i Browse input fle name | |_ Separate GIPO Browse P e |
genericincyteT.cof
genericincyte2.cof
genericincyted. o

Edittayout Assign GIPO fleids | Assign Quant fields |

2. T Edit array layout and map felds:

Saveliayont |_ Expert assign-mode

2.2 Sampies to use '<<fle>> sample name'; Remove sample | Rename sample |

= TempiGenericDatalgenericincyteT.ocgi=> fgenericiicyteT.colf
== TempiGenercDatalgenericincytel coi=> fgenericicytel coif
= TempiGenercDatalgenericincytel. cogi=> fgenericicyted. ool

Vendor Axon
Layout name GenePhPro3 - Himan
Spotsinicroarray f244
3. Select Project Output Folder: | --Sefect upet Folder-- j
Project output folder;
MAExpiorer stariup Fife;

4. Edit and Run St o iy e uriar it -

Status: | There are 7275 rows of data in fe fgenericincytes. coif

The Fielid names rowis 7




S.1 Edit Layout ‘Wizard’ Values for This Array

=10] x|

EﬁEdit MAE xplorer project
[1] Array layout name and vendor - (ALO file version:1.7)

Array layout name Incyte - Mouse

YWendar narme for the array [ncyte

Mame of the chipwendar. [fyour are specifying a
=l Iser-defined= chip, then you can use whatever you

wish - eg. your arganization.

<ack | Mext= | Finish | cancel |




5.2 Edit Layout ‘Wizard’ - Grid Geometry. Enter
(Grid, Rows/Grid, Columns/Grid) Values

E%%Edit MAE xplorer project - |a] x|
[2] Grid geometry data

Mumber of duplicated spot Fields in array 1
Humber of Grids per Field 7
Humber of spots per Grid Row 2T
Humber of spots per Grid Column 349

Lse Mol.Dynamics MNAME-GRC' else (Grid, Row, Col) |_ Llse Mol.Dyn. MNAME-GRC else above explict (Grid, B ow
Specify array layout by Grid-geometry OF by ¥ spotsiarray |7 Llse # spots (BELOWYY, else grid-geometry (ABOVE)
Maximum number of spots in array |T2T5

If yvou specify the array layaut by Grid-geametry (ABOVE), =
then enter #Fields, #Grids, #Grid-rows FGrid-cals).

Ifyvou specify the [ayout by the maximum number of spots

in the array (BELOW, it will estimate a pseudo-layout

that the spaots will fit on the this array for

visualization purposes. t does not correspond to the

actual array layvout which you do not have to enter.

o o
dElacl-:l

Finish | Cancel |




5.3 Edit Layout ‘Wizard’ Input File Row Values.
Verify Row Where Field Names Are Defined

[E3Edit MAExplorer project - O] x|
[3] Input file starting rows data

(Optional) Row containing a list sample names

Row containing a list of gquantitative file Field names

First ronte containing quantitative file Data

Fow containing opt. separate GIPO file Field names

First ronye containing opt. separate GIPO file Data

H| O] O Of -] O

(Dptional) Comment token

(Optional) Initial kesseord for each data rowe GEMID

If a line starts with this token (eg. #7, the line will he skipped. ;l
Leave it blank, ifthere are no comment lines.

<Back | Next= | Finish | cancel |




S.4 Edit Layout ‘Wizard’ Ratio or Intensity Values

Eﬁ E dit MAE xplorer project O] =

[4] Ratio fluorescence data

Fatio {i.e. Cy3, Cya) ar Intensity Data |7 LIse Ratio else Intensity data
If Ratio data, use (CyalCy3) else (CyACya) |_ Lse (CyalCyd) else (CyACya)
Fluorescent dye for intensity 1 {if ratio data) Cyd

Fluorescent dye for intensity 2 {if ratio data) e

Have backdround intensity data |7 Has hackaround data

<Back | {Nexi=| Finish | cancel |




5.5 Edit Layout ‘Wizard’ optional (X,Y)
Coordinate Values

:ﬁ Edit MAE xplorer project - O] x|
[A] iDpt) Microarray %) coordinate options

Llse microarray pseudo &) coardinates |7 Generate array pseudo XY coardinates
LIse actual microarray pseudo (4% coordinates |_ Hawe actual XY coordinates for each sample
Feuse (#,%) coordinates of first sample for all samples |_ Feuse array =% coords for all arrays
Swap microarray rowes and columns |_ Sweap array rowes and columns
Generate a microarray pseudo imadge using a representation of 2

the array hased on Grids, Grid Rows, and Grid Columns.
Ctherwize, use the $% data supplied for each spot -

if it exists. [T this option is set, it will overide the actual
0 coordinates ifthat option is selected as well.

=Back | E:{tbl Finish | Cancel |




5.6 Edit Layout ‘Wizard’ Genomic ID Values

:ﬁ Edit MAE xplorer project - O] x|
[6] (Dpt) Genomic Identifier options

Has Location data |_ IIser data file has Location data
Has Clone D data |7 LIser data file has Clone D data
Has GenBank data F Llser data file has GeneBank data
Has UniGene |D data |_ Iser data file has LiniGene data
Has dbEST data |_ LIser data file has dhEST data
Has LocusLink data |_ LIser data file has LocusLink data
Has SwissProt data |_ LIser data file has SwissProf data
Has Plate data F IIser data file has Plate data
Get Genomic 1Ds from 'Description’ |_ Get Genomic 1Ds from 'Description’
The user data file has LMAGE 'Clone 1D data. 2]

=Back | E:{tbl Finish | Cancel |




5.7 Edit Layout ‘Wizard’ Gene Names Description

EﬁEdit MAE xplorer project O] x|
[F] (Opt) Gene names (or description) options

Has Gene Class user data |_ LIser data file has Gene Class data
Has LiniGene Mame user data |_ LIser data file has UniGene Mame data
Has separate per-spot QualZCheck user data per-sample |_ LIser data has separate per-spot QualCheck data
Has 'GIPQ' QualCheck user data for entire DA |_ LIser data file has 'GIPQ' QualCheck data
The user data file has UniGene Mame data. This could =
be used if the default 'GeneMame' description is not
availahle.

<Back | {Newt= | Finish | cancel |




5.8 Edit Layout ‘Wizard’ Calibration Values.
Define UniGene Species prefix

E‘%,%Edit MAE xplorer project

[8] (Cpt) DMA Calibration and user plate names, LiniGene species name

Marme of calibration DMA (if in database)

Mame of researcher's special clones {fin database)

Hatme of empty wells Ermipty
Mame species (opt) Mouse
Hame LiniGene Species prefix (oph |ru1m e IR M =
Hs =
At
Bt
Dr
Hy
LIniGene species prefix iMouse Mm, Human Hs, etc). This is 05
Used in gquerving Genomic WWeb databases. Ifyou do not see Fn =

the prefix you want in the choice menu, type itin.

<Back | Next- | Finish | cancel |




5.9 Edit Layout ‘Wizard’ Database Name Values.
Define Optional Names for Database

[E3 Edit MAE xplorer project - |O] =]
[8] (Opt) Datahase and data quantification program

Your name of the created datahase {oph hly database
Your name of the database subset (opt) My database subset
iZeneric project name for all samples (opt) My Drata
mlarme of spot quantification program (opt) GemTool
GFeneric name ofthe project to he used for all samples in the database. =

If no name is specified, it uses the input data files folder.

<Back | Mext= | Finish | cancel |




S5.10 Edit Layout ‘Wizard’ HP-X,-Y Class Names

gﬁ E dit MAE xplorer project - |O] =]
[10] (Opty Hybridized sample (44 'set' class names

Default name of ¥ samples 'set’ HP- 'set’
Default name of ¥ samples 'set’ HP-Y 'set’
This is the name for the samples assighn to the % set’ =

<Back | {MNext=1| Finish | cancel |




S.11 Edit Layout ‘Wizard’ Default Thresholds

[11] (Cpt) Default data Filtering thresholds

Default cluster similarity threshold [0 :1000] 10.0
Default # genes in highestlowest 100
Default # clusters for K-means clustering [1 : 1000] 3]
Default p-value threshold (for t-tests) (0.0 1.0] 0.05
Default Coeff. Of\Wariation threshold [0.0 : 1.0] 0.z
Default absolute difference threshold [0.0 : 4.0] 0.z
Default p-Value used in the t-Test data Filter. ~

This is the initial walue shown in popup sliders.

<Back | 1 | Finish | cancel |




6. Other Options - Assigning User Data Fields to
MAExplorer Fields

GIPO (Gene In Plate Order or “array print” table) - assigns genes to
positions on the array as well as GeneBank ID, Clone ID, LocusID (1f
available), Gene Name, etc.

* Quant data - assigns names of quantified data in the user file to
MAEXxplorer data (e.g. Cy3 intensity to RawIntensityl, Cy5 to
RawlIntensity2, etc).




6.1 “Assign user fields to GIPO fields”
£ -1l

Assign user fields to GIPO fields ' Aszign user fields to GIPO fields
Location Lacation = Locatian Location =
Clane IO ClonelD I Clane D ClanelD s
GenBankAcc ActessionMum | GenBankAcc Accessionhurm =
GehBankAcc3' =hot uged= I GenBankAccs' =not used= |
GenBankAccs' =hot useds= = | GenBankALcs' =hot used= |
Flate FlatelD | 1 Plate =not used= |
Plate rows PlateRauy - ' Plate row =not used:= [
Plate col Flate col FlatelD |
Genehlame GeneMarme = . 3enekame Prohel =
P20escription
Daone | Cancel | Help | |_ Allosy Duplicate Done | Cancel HE'E;:T:lHE;w
|PlateCol -
T ——
Geneharme

ClanelD -




6.2 “Assign user fields to GIPO fields”

= =13 | I = =101
Assign user fields to Guantitation fields ' Assign user fields to Quantitation flelds
Locatian Location Lacation Lacation [
Cy3 P1Signal -] Cy3 P1Signal -
Cy5 P2Signal -] Cy5 P2Signal -
Cy3Bky P15/B -] Cy3Bky P15/B -]
Cw5Bky P2Signal -] | CyaBky P2Signal -
. F15/B -
Cione | Cancel | Help | |_ Allow Duplicate , Done | Cancel | Hellp1 arazos
P2BalancedSignal
F25/B
P2Area%
Probet
P1Description -




7. Optional “Save Layout” to Array Layout
Database After Edit Layout and Assign fields

Egjl:thMae convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (Beta) - EI _|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer fonnat.
1. Select Chipset GenePbdros - Human ~| RemoveLayout |
2. Sedect mput Data Files: Browse mput fle name | |_ Separate GIPQ  Frowse GIPO e |
genericincyte . cof
genericincytel.cof

generichicyted.coi

EditLayout | Assign GIPO flelds | Assign Quant fieids |
2.1 Edit array layout and map Refds:
- I_ Expert assign-node
2.2 Samples to use '<<file>> sampie name': Ramove sampla | Rename sampla |

<<CiTempiGenaricData\genaericincyte T.cgif>> fgenericincyte .ol
<<CriTempiGenericData\genericincyte2. cof=> fgenericincyte2.col
<<CriTempiGenericData\genericincytel. cof»> fgenericincytel.colf

Vendor Axon
Layout name GenePidPro3 - Hirnan
Spotsimicroarray I3FT
3. Sefect Project Output Foider: | --Sefect Output Foider-- j
Project output foider:
MAExpiorer startup Fife:

4, Edit and Run Filiep oy cplae Gt -

Status: | Saved edited array fayout [GenePodPro3 - Human]
to Mle [GenePiFProd-Hmnan.alo]




8. Specifying “Create new project folder” Option
Where Generated Database Will Be Saved

=10l x|

Egjl:thMae convert array data to MAE=plorer files - ¥Yersion: 01-23-2002 ¥.0.60 (Beta
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format

GenePidProd - Human ~| Removeiayout |

Browsecipone]

1. Sefect Chipset

Browse input fle name | |_ Separate GIPOQ

2. Sefect imput Data Fifes:

genericincyte T.ogf
genericincytel. cof
genericincytes.cof

EdittLayout | Assign GIPO flefds | Assign Quant fiefds |

2. T Edit array layout and map Reids:
_ |_ Expert assign-mode

Remove sample | Rename sample |

2.2 Samples to use '<<file>> sample name':

<< TempiGenardcData\genericincytel.cgi>> [genariccyte . colf
<= iTempiGenerdcData\genericincytel. coi>> fgenericcytel coif
<< TempiGenerdcData\genericincytel.coi>> [genericicytel. coif

Vendor Axon
Layout name GenePiPro3 - Human
Spotsimicroarray 3T

--Sefect Output Folder--
-Select Output Folder--

3. Sefect Project Dutpet Folder;

Project odput folder: ((garge with Existing project folder
Use input folder for output fles

Saved edited array layo [GenePidPro3 - Humang
to Me [GenePPro3-Human.aio]

IMAExplorer startup File:

4, Edit and Run

Status:




8.1 Specifying New “Project Output Folder”

Egﬁl:\rtzr“lae: convert array data to MAExplorer files - Yersio O] =|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer fortnat

1. Sefect Chipset GenePiPro3d - Himan j Remove [ avout |
2. Sefect input Data Files: Browsemput fiename | | |SeparateGIPD | | Browse GIPD fie |
genericincyteT.cof
genaricincytel. cof .

Select the Project Folder to save converted data i |

genericincyted. cof

Save in: Iaiunk j = =5 EE-

2. T Edit array layout and map felds:

2.2 Samples to use '<<file=> sample name':

=CiTempiGenerncDataigenericincyte T.ocgi==
== TempiGenercData\genericincyte?. cgi==
= TempiGenercData\genericincytel. cogi==

File name: ISEIect Project Folder - then press 'S ave’ Save I L
Save as type: le'«ll Files [#.%] j Cancel | —

3. Sedect Project Quiput Folder; | Create New project folder j

Project suiput foider;
MAExpiorer startup Fife:

4. Edit and Run EE O N T LT e T -

Status: | Saved edited array lavout [GenePbdPro3 - Humani
to fie [GenePixPro3-Hanan.alo]




8.2 “Project Output Folder” & MAEK startup file

=10 x|

E%:":EthMaE: convert array data to MAE=plorer files - ¥ersion: 01-23-2002 ¥.0.60 (Bekt
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format.

1. Sefect Chipset GenePbProl - FHiman j Remove Layout |

2. Sefect imput Data Fifes: Browseinput iiename | |_ Separate GIPD) | | Browse PO e |

genericincyteT.ogf

genercincyte? cof

genercincytel.cof

Assign GIPO flefds | Assign Quant fields |

|_ Expert assign-mode

Zddiidayon |

2. T Edit arvay fayout and map felds:

2.2 Sampies touse '<<file>> sampie name': Hemove sampie | Hename sampie |

w<CiTempiGenericDatawgenericincyteL.ocgi=> [genericincyte T cof
w<CHiTempiGenericDatawgenercincyte2. coi=> [genernicincytel. cof
== iTempiGenercData\genericincytel. coi=> [genericincyteld. coif

Vendor Axon
Layvout name GenePiProd - Human
Spotsimicroarray 371
3. Sefect Project Quiput Folder: Create New project folder hi
Project output folder: | CH\Termpiunkl
MAExpiorer stariup Fife: | G TempiunkWIAF\Startmae

4. Edit and Run

Status:

Now press 'Run' to convert your data to IMIAExpiorer fortnat




9. Conversion in Process After Pressing “RUN”

E"gg[thMaE: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta) - |EI|5|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format

1. Sefect Chipset GenePbPro3 - Human j Remove I ayount |
2. Sedect input Data Files: Browsenput e name | |_ Separate GIFD | | Browse HP0 e |
genericincyte .ol
genericincyte. ol
genericiicyted. cof

EnTon Aoy SR Talis || Agulal ia Tals |

2. T Edit arvay layout and map felds;
|_ Expert assign-mode

2.2 Samples to use '<<fife>> sample name': Hemove sample | Hename sample |

< FempiGenercDatagenericincyteT.cgi== fgenericincytet.colf
==CiTempiGenericData\genericincytel. cgfi=> [genericincytel. colf
==CiTempiGenericData\genericincytel. cgi=> [genercincytel. colf

Vendor Axon
Layout name GenePixProd - Hinan
Spotsimicroarray 37T

3. Select Project Output Folder: | Create New project folder j

Project mutput folder; | G \Tempyunkl
MAFxplorer stariup Fife: | C\Tempyunk WAL \Startmae

4. Edit and Run Fibied « tfy Cuiver i -

Status: | Generating sorted 'L ocation' IDs with 'INFILL' spots.

For sampie 27T [genericincyte T ool




10. Notification that Conversion is Finished

E"gg[thMaE: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta) - |EI|5|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format

1. Sefect Chipset GenePbPro3 - Human j Remove I ayount |
2. Sedect input Data Files: Browsenput e name | |_ Separate GIFD | | Browse HP0 e |
genericincyte .ol
genericincyte. ol
genericiicyted. cof

EnTon Aoy SR Talis || Agulal ia Tals |

2. T Edit arvay layout and map felds;
|_ Expert assign-mode

2.2 Samples to use '<<fife>> sample name': Hemove sample | Hename sample |

< FempiGenercDatagenericincyteT.cgi== fgenericincytet.colf
==CiTempiGenericData\genericincytel. cgfi=> [genericincytel. colf
==CiTempiGenericData\genericincytel. cgi=> [genercincytel. colf

Vendor Axon
Layout name GenePixProd - Hinan
Spotsimicroarray 37T

3. Select Project Output Folder: | Create New project folder j

Project mutput folder; | G \Tempyunkl
MAFxplorer stariup Fife: | C\Tempyunk WAL \Startmae

4. Edit and Run Sl o Eprrar st Done

Status: |===>Fnished wriling out data Mes. Praess 'Done' to et
To start MMAExpiorer, go to project folder & ciick on Startmae.




11. MAExplorer Data Created By Cvt2Mae

& C:ATemp\junk |0

File Edt “iew Favortes Toolz:  Hel
J = i ‘ - & C-ATemphjunkiMAE - |O] x|
w J Fie Edit “iew Favortesr Toolz Help |ﬁ
J Address I[:I Soullctu S 3 @ Gio J Hach = = - | ‘DhSearch ) Folders < 4 History | =
Mame | Sie| | Modiied | Address |1 CATemphjunkMAE -] o
_1Cache F... 1240/2007 6:10 P : —
1 Config F.. 12/10/2000 6:10PM | (1ame | Sizef Tupe - | Modfied
I MAE F 12A10/2001 E:10 PM MAE Start mas 1KE MaEsplorer startup file 12042001 6:17 Prd
1 Quant F... 124042007 6:10 PM
_1Report F... 1240/2007 6:10 P o | ]
] 5tate F... 1240/2007 6:10 P |_| abiect(s] 374 bytes |E'EJ. My Computer ”
N | ]
|E object[z] |EI bytez |@ My Camputer o
& C:ATempijunk - O] x| & C-ATemphjunk = 0] x|
J File Edt ‘iew Favortes Tool:  Help | J File  Edit “iew Favortez Tool:  Help |
J = Eochk -~ - - | ‘Ch Search U Folders < 4 History | R > J 4= Eoch = = - | ‘EhSearch ) Folders o AHistory | R >
J.-’-'-.gdress ] C:ATemphjunk, j ﬁﬁn J.&gdress ID C:ATemphjunlk j if')‘;’ﬁ':'
N arne | size| | Modified N arme | size| | Modified
_Cache F... 12A0/20071 6:10 P _1Cache F.o 12042000 BE:10 P
|1 Config F... 124042001 &:10 P __1 Carfig F... 1249042000 E:10 P
_1MAE F... 124042000 510 P _1MAE F.. 1247042000 B:10 P
1 Quant F... 1241042007 £:10 P 1 Quant F.. 124042000 B:10 P
L] Report F... 12A0/2001 6:10 P " Repart F.. 12042000 BE:10 P
1 5tate F... 124042000 510 P 1 5tate F.. 1241042000 B:10 P
1 | 1] | 2]
|E abjectz] 0 bytez |EQ_.]| by Compuiter o |E object(z] 0 bytes |@. ky Compuiker o




12. Running MAExplorer on the Converted Data

g‘g‘ Microfray Explorer - V0.92.19-Beta - -0 x|
File HybProbe Edit Analysiz View Help

Entar gene name or clona 1D | I_ Mouse-over info HF-X: genericineyted. cgi (Cy3iCyE)

HP-7": genericlnoyte? cgi (Cy3iCywd)

|[1 -AB ] HP-EY A I=03.77 ,1.033) »r=3.075, (Morm.: median intensityd)
ICIDnEID: 2503003, GenBank: AF047434, plate[0211KADFG E 9]

&0 C:ATemp\junk\MAE - 0] x|

|GeneName: MADH dehydrogenase (ubiguinone) Fe-3 pratein 2 (15kDy (MADH-coenzyme @ reductase) {Incyte | J Fle Edit View Favoites Tooks  Help |
HP-X: genericlncytel.cgi (Cy3/Cy5) — — — — — —
HP-Y: genericlncyte2.cgi (Cy3/Cy5) J = Hoch = -] | i Search L Folders . 4 History | >
J.i‘-.gdress _ 1 C:ATemphiunkihiaE j o Go
M arme | Sizel Type ¢ | td ndified
MAE Start mae 1 KB  MAExplorer startup file 124042001 B:11 P
4 |
|1 ohject(z] 374 bytes |@ by Cormputer A

Gene Class

Only quant. data

ALL GEMNES
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